SLC23A3. Here we identify a fifth member of the vertebrate slc23 complement (slc23a5), remaining genes of the slc23 family were retrieved and genomic loci were found 172 generally conserved across species, with exception of the slc23a4 loci in fish (Fig S2-S5 ).
173
The branching pattern of our phylogenetic analysis suggests that this novel slc23a5 gene 174 emerged, along with the slc23a4 paralogue, from an ancestral duplication and that 175 slc23a5 was secondarily lost in sharks, basal actinopterygians, coelacanth and amniotes 176 (Fig 1 and Fig S1) . In agreement, we obtained three phylogenetic clusters possibly 177 corresponding to three ancestral lineages (Fig 1) : one composed of typical slc23a1 and 178 slc23a2 genes and a second group including the previously reported slc23a4 and the 179 novel slc23a5 genes, both outgrouped by invertebrate sequences. A third cluster, which 180 outgroups the remaining slc23 genes, included the highly divergent slc23a3 genes, 181 mirrored by the long branch lengths (Fig 1) . To confirm ancestral duplication events we 182 conducted paralogy analysis of the human loci using two chromosomal partitioning Besides the gonadal expression, we detected significant expression of slc23a5 in 263 teleost brain (Fig 3) . Again, an antioxidant role can be postulated for neuronal uric acid (Fig 4) . No relationship between salt and freshwater environments was 284 found. Thus, the presence/absence of this peptide signal might reflect distinct uric acid 285 flows in the kidney: an apically expressed Slc23a5 likely participates in absorptive uric 286 acid flows, while a basolateral expression would be related to uric acid secretion (Fig 4) . Teleostei and Sauropsida (Fig 1) . A conserved, yet apparently disruptive, Q was also 301 evident in the last amino acid position of the signature motif: as a mirror image of the 302 conserved P (Fig 1) . An interesting, yet untested, hypothesis suggests Slc23a3 as a sensor 
